Supplementary figure 1 -Bayesian Phylogeny of the 34 isolates
Bayesian phylogeny without branch length transformation. The color coding of the tips reflects the biological source of the isolates and it is as follows: purple, human isolates and brown tick isolates. The color of the branches describes the results of the ancestral state reconstruction analysis; blue reflects a European origin, whereas red implies USA origin. The orange branches describe those strains that, although they were collected in Germany, the true geographic origin is uncertain. The scale bar shows the estimated number of substitutions per SNP.
Supplementary figure 2 -Maximum Likelihood phylogeny of the 34 isolates
The phylogeny was constructed with PhyML (see methods). Color coding as in Supplementary figure 1. The scale bar shows the estimated number of substitutions per SNP.
Supplementary figure 3 -Bayesian Phylogeny showing the ST assignation
Bayesian phylogeny with the ST for most of the strains. The color-coding of the tips is as in Supplementary figure 1. The numbers by the nodes show the posterior probabilities for the different clades. The scale bar shows the estimated number of substitutions per SNP.
Supplementary figure 4 -Long-branch extraction approach
ML phylogenies for the long-branch extraction approach. A) ML phylogeny without the two strains from the divergent group; B) ML phylogeny without the outgroup. The colorcoding of the tips is just to show that similar groupings are obtained with both phylogenies. The scale bar shows the estimated number of substitutions per SNP.
Supplementary figure 5 -Partition analysis
ML phylogeny based on SNP alignment without the fast evolving sites. Here the colorcoding of the tips is the same as Supplementary figure 4 and clearly demonstrates that similar groups are yielded with this analysis. The scale bar shows the estimated number of substitutions per SNP.
Supplementary Figure 6 -B. burgdorferi sensu stricto multilocus sequence analysis (MLSA) sequence types (ST)
Borrelia burgdorferi sensu stricto multilocus sequence analysis (MLSA) sequence types (ST) found in human patients and tick vectors in Europe and the USA. Note that there is limited overlap in STs between the two continents; only ST1 and ST3 are present in both regions but have been found only in humans in Europe. The data were downloaded from the MLSA database at www.pubmlst.org/borrelia/. ST20, ST21, ST23 and ST24 match B. burgdorferi s.s. strains recently described by Jacquot et al. (2014), i.e. IPT69, IPT2, ZS7; IPT19; IPT137, respectively). Contigs for IPT141, IPT49 and IPT77 were downloaded from GenBank and typed to be ST24 (or closest match ST24 as for IPT141 and IPT77 only short fragments of the MLST sequences for some genes were recovered). These authors isolated a number of B. burgdorferi s.s. strains from a forest location in France but no strain was found to be identical to B31 (ST1) or ST3. Supplementary,figure,6,
